Forceextension curve of the 13.7 kb dsDNA substrate as a function of applied stretching force. The curve was constructed by measuring the length of individual DNA moleules at different stretching forces. The force was calculated based on the equipartition theorem equation. Fluctuation of the laminar flow during DNA synthesis will result in an error in estimating the length of the individual molecules, and a corresponding error in estimation of the location of TerB relative to the site of fork assembly. At an applied stretching force of 2.61 pN (the force regime in our experiment), the standard error in force calculation from seven DNA molecules was 0.21 pN. The conversion factors between ss and dsDNA at 2.4 and 2.8 pN, estimated from the force extension curve of λ DNA, are 3.85 and 3.67 Nt/nm, respectively. Therefore, the error in length measurement if the entire 13.7 kb construct was converted from ds-to ss-DNA was estimated to be ±300 bp, which is proportionately reduced to ±100 bp for conversion of the initial 3.6 kb fragment of the construct. Consequently, we treated any replication event ending between 3.5 kb and 3.7 kb as being stopped at the TerB site. (D) Probability of termination of bacteriophage T7 replisome synthesis at 0.2 kb intervals (spatial resolution of the assay) along the 13.7 kb NPTerB substrate in absence of Tus showing a random stoppage behavior at TerB (3.5-3.7 kb, denoted by black arrow). (E) Processivity of the bacteriophage T7 replisome derived from synthesis of the NPTerB substrate in the absence of Tus. The processivity distribution is fit with an exponential decay (uncertainty corresponds to the standard error), illustrating random stoppage behavior of the replisome along the DNA. Supplementary Figure S10 . Strand displacement DNA synthesis by T7 DNA polymerase alone on various Tus-Ter fork DNAs. Cartoon depiction of the strand displacement assay design (Top). T7 DNA polymerase was preincubated with the preformed replication fork substrate and reacted with 1 mM dNTPs. The DNA forks used here were as follows: non-permissive (NP), GC(6) to AT mutation (C to T), C at the junction (C Junction), C Open and permissive (P). Reactions were quenched at 0, 10, 30, 120, 240, 360, 600, 1800 s and products resolved in sequencing gels. Reactions were carried out at 18ºC at 50 mM KCl. The C6 base position on TerB is pointed out. 
